Understanding the diets of carnivores is essential for resolving food web interactions and the population dynamics of both prey and predators and for designing effective strategies for species and ecosystem conservation. As effective predators, wild felids play important roles in various ecosystems, but relatively little is known about the dietary habits of many species, primarily owing to their elusive behavior. We used a DNA-based method to analyze the vertebrates and plants constituting the diet of leopard cats (Prionailurus bengalensis) in the temperate forests of the mountains of southwest China, a global biodiversity hotspot. DNA extracted from leopard cat scats was amplified with primers targeting either the vertebrate mitochondrial 12S rRNA gene (N = 25 scats) or the psbCL region of the chloroplast genome of vascular plants (N = 42 scats). The polymerase chain reaction products were sequenced and prey taxa were assigned based on sequence similarity. We identified a total of 16 taxa of vertebrate prey, with pikas (in 76% of the scats) and rodents (40%) predominating. Plant material belonging to 12 taxa was found in 76% of the samples, and the genus Solanum and subfamily Rosoideae were the most frequently detected plant taxa. The frequency of occurrence of identified plant taxa differed between the spring-summer and fall-winter months. Thus, the leopard cats in our study area have a diversified diet and are highly flexible in adapting their foraging behavior to the locally available prey. Our data suggest that preserving their natural prey base dominated by pikas and rodents may be vital for the subsistence of local populations. The high species resolution and detection sensitivity of the DNA-based method we used in this study make it a powerful and efficient tool for fine-scale analysis of complex diets.
Knowledge of the dietary habits of carnivores is essential to understanding their trophic interactions and ecosystem function and can provide valuable information for developing specific conservation plans and management strategies (Symondson 2002; Sheppard and Harwood 2005) . Wild felids perform critical predatory functions in various ecosystems (Mills et al. 1993) . With a wide range of body sizes, diets, and ecological adaptations, they occupy several levels of the trophic hierarchy and play pivotal roles in shaping the structure and dynamics of food webs (Mills et al. 1993; O'Brian 2001) . As they are highly elusive animals, direct visual observation of their feeding behavior is difficult, especially in forest habitats. As wild populations of most feline species have undergone significant declines as a result of habitat loss, persecution by humans, and disappearance of natural prey (Nowell and Jackson 1996; Grzimek 2003) , better understanding of their dietary habits and trophic interactions with other species is urgently needed for informed conservation practice.
The leopard cat (Prionailurus bengalensis) is one of the most widely distributed felids in Asia. This small cat (adult weight: 1.7-7.1 kg) lives in a diversity of habitats, ranging from tropical rainforests in South and Southwestern Asia to boreal forests in North China and the Russian Far East (Sunquist and Sunquist 2009) . It can also be found in human-modified landscapes such as farmlands and in human residences (Smith et al. 2008) . Despite its broad distribution and flexible habitat selection, the leopard cat is vulnerable to population decline and extirpation due to large-scale habitat loss and commercial fur harvesting (Nowell and Jackson 1996) . In most countries within its range, the leopard cat is currently listed in Appendix II of the Convention on International Trade in Endangered Species of Wild Fauna and Flora (CITES), while in India, Bangladesh, and Thailand, it is listed in Appendix I. In China, wild leopard cats have traditionally been harvested for their fur. In the 1980s, the annual harvest of leopard cat pelts was estimated at up to 400,000 in south and southwest China, until the legal trade and export of leopard cat furs were suspended in the early 1990s (Nowell and Jackson 1996) . Current major threats to this species in China are habitat loss and deforestation as a consequence of rapid human expansion (Jutzeler et al. 2010) . As wild populations continue to decline, this species is considered endangered in many regions throughout its original range (IUCN 2015) . No systematic field survey of this species has been conducted in China, and little is known about its current population status.
The diet of leopard cats has been investigated through analysis of scats and stomach contents in Thailand (Grassman 2000; Grassman et al. 2005) , Malaysia (Rajaratnam et al. 2007 ), the Philippines (Fernandez and de Guia 2011) , Pakistan (Shehzad et al. 2012a) , Japan (Tatara and Doi 1994; Izawa et al. 2009 ), and Korea (Lee et al. 2013 (Lee et al. , 2014 . These studies revealed that small mammals (particularly rodents), birds, fish, reptiles, and frogs are their common food items. Insects and plants were also detected in their scats (Tatara and Doi 1994; Lee et al. 2014) . Despite the species' wide occurrence in China, its feeding habits are poorly known except for 2 cases reported from east and north China. Analysis of stomach contents of leopard cats in subtropical forests of Zhejiang Province in east China revealed that rodents were the dominant food items, followed by birds and reptiles (Wang et al. 1977) . Another study identified birds as the most frequent prey of this species in Inner Mongolia, north China (Zhang et al. 2011) . Plant leaves and fruits were also commonly found in the stomachs or scats in both studies.
To date, most dietary studies of leopard cats have been based on morphological examination of undigested food remains in scats or stomachs. This method relies heavily on the availability and distinguishability of macroscopic and microscopic characteristics presented by prey items, such as the morphology of the hair, feathers, bones, hooves, claws, and teeth of animals, and of the leaves and seeds of plants. This dependence limits its application for prey with no hard parts that can resist digestion (Razgour et al. 2011) . Often even well-preserved samples can afford only poor species resolution due to the similarity of morphological traits between closely related species. DNAbased methods can overcome these limitations. Polymerase chain reaction (PCR)-based molecular analysis of food in the gut or scats is an accurate and efficient means of identifying ingested material (Symondson 2002; Sheppard and Harwood 2005) . DNA barcodes (short and standardized gene sequences for species identification) can provide species-level resolution for all prey types including animals, plants, fungi, and microorganisms (Valentini et al. 2008; Kress et al. 2015) .
The aim of this study was to investigate the dietary habits of leopard cats in the temperate forests of southwest China to support the conservation and management of this species and its potential prey. Our study area is in the northernmost range of the Mountains of southwest China, a global biodiversity hotspot (Myers et al. 2000; Brooks et al. 2006) . Some large carnivores that once were the apex predators in this ecosystem, such as tigers (Panthera tigris), have been absent for several decades, and many others (e.g., dholes Cuon alpinus and leopards Panthera pardus) may be functionally extinct in many regions (Jutzeler et al. 2010; Lau et al. 2010) . The leopard cat is currently the most abundant felid in the area (Li et al. 2010b ), yet its feeding habits and ecological role in the local food web are unknown. We used a DNA-based approach to identify both the vertebrate and plant components of the leopard cat's diet by amplifying and analyzing taxon-specific barcodes.
Materials and Methods
Study area.-Our study was conducted in the Laohegou Nature Reserve (104°32′42″-104°45′25″E, 32°25′52″-32°36′22″N, 1,250-3,504 m in elevation), which is located in the Minshan Mountains, northern Sichuan Province, China (Fig. 1) . The mean monthly temperature ranges from −4°C in January to 12°C in July, and annual precipitation is 950-1,300 mm. The landscape is characterized by steep mountain slopes, and the main vegetation forms vary from broad-leaf temperate forests at lower altitudes to coniferous forests at high altitudes.
The local biota is rich in mammalian and avian species (Wang et al. 2003; Li et al. 2012; Bu et al. 2016) . Eight species of mammalian carnivores have been reported in the reserve, including giant pandas (Ailuropoda melanoleuca), Asiatic black bears (Ursus thibetanus), hog badgers (Arctonyx collaris), Chinese ferret badgers (Melogale moschata), masked palm civets (Paguma larvata), yellow-throated martens (Martes flavigula), Siberian weasels (Mustela sibirica), Asiatic golden cats (Catopuma temminckii), and leopard cats (Li et al. 2012, in press ). Ungulates, small mammals (rodents, lagomorphs, insectivores), and phasianids (pheasants) are also abundant in the area (Wang et al. 2003; Li et al. 2010a Li et al. , 2012 .
Scat samples of small carnivores were collected along fixed transects within the Reserve which cover a broad elevation range from 1,200 to 3,200 m (Fig. 1) . Sample collection was conducted between March 2013 and March 2014, excepting January-February and July-August due to freezing and rainy adverse weather conditions, respectively. Putative scats of the leopard cat were collected along these transects during weekly patrols in the Reserve and stored individually in 95% ethanol at −20°C.
DNA extraction and molecular species identification.-To confirm the species identification of the scats, we took a sample (~100 mg) from the surface of each scat and extracted DNA using a 2CTAB/PCI method (Vallet et al. 2007 ).
We designed a primer pair 16S-F/R (Table 1) to amplify a ~350-bp fragment of the mitochondrial 16S rRNA gene that can unambiguously identify all known carnivore and ungulate species in the study area (Supporting Information S1). The PCRs were carried out in a total of 20 μl, including 1× EasyTaq PCR SuperMix (TransGen Biotech, Beijing, China), 0.2 μM 16S-F/R primers, 0.4 mg/ml bovine serum albumin, and 20-40 ng DNA extract. The PCR program started with an initial denaturation step of 5 min at 95°C, followed by 35 cycles of 30 s at 95°C, 30 s at 55°C, and 30 s at 72°C, and a final elongation step of 10 min at 72 ºC. Negative controls containing no scat DNA were included to check for contamination. PCR products were checked by agarose gel electrophoresis and purified by enzymatic digestion. Both strands were sequenced on an ABI PRISM 3730 Genetic Analyzer (Applied Biosystems, Foster City, California) with the BigDye Cycle Sequencing Kit. Samples that matched the leopard cat 16S rRNA gene sequence (GenBank accession number JN392459.1) with ≥ 98% identity were included in the subsequent diet analyses.
From the identified leopard cat scats, we randomly selected samples of high DNA quality from each month for subsequent diet analyses. A total of 25 scat samples were analyzed for vertebrate prey. As our trial experiments indicated that plant matter was present in only a fraction of the leopard cat samples, we increased the sample size to 42 scats for the identification of plants in the diet.
PCR for dietary analysis.-To extract prey DNA, we handhomogenized the scats, took samples from multiple locations of each scat, and combined these samples in DNA extraction using the 2CTAB/PCI method.
We used the 12SV5 primer pair to amplify a fragment of ~100 bp of the vertebrate mitochondrial 12S rRNA gene, and the psbCL primer pair to amplify a fragment of ~100 bp of the psbCL region of the chloroplast genome (Table 1) . These primers are among the best primer pairs evaluated by the software ecoPrimers, based on both their taxonomic coverage and the discriminative capacity of the amplified barcode sequences for vertebrates and vascular plants, respectively (Riaz et al. 2011) . Since the predator's DNA is often more prevalent in feces than the prey templates and can therefore competitively inhibit amplification of the latter (Vestheim and Jarman 2008), we tested amplification with the 12SV5 primers in the presence and absence of a blocking oligonucleotide (PrioB) on each scat DNA sample. This oligonucleotide has a C3 spacer-CPG modification at the 3′ end that can specifically prevent the amplification of the leopard cat sequence (Shehzad et al. 2012b) .
PCR amplifications were conducted in a total volume of 30 μl, including 0.2 μM 12SV5-F/R primers with or without 2 μM PrioB (a 10-fold excess) to detect vertebrate prey DNA, or 0.2 μM psbCL-F/R primers for plant DNA, with the other reagents as in the previous PCRs. For amplification with 12SV5 primers, the PCR program was as follows: an initial denaturation step of 5 min at 95°C, followed by 35 cycles of 30 s at 95°C and 30 s at 50°C (Shehzad et al. 2012b ). For amplification with psbCL primers, the PCR program included an initial denaturation of 5 min at 95°C, followed by 45 cycles of 30 s at 95°C and 30 s at 45°C (Riaz et al. 2011 ; the optimal amplification temperature was determined in this study). Negative PCR controls containing no DNA template were included to check for contamination.
Cloning and sequence analysis.-PCR products were visualized by agarose gel electrophoresis, and bands of the expected size were cut and purified using a gel extraction kit (Biomed, Beijing, China). The purified PCR products were ligated with a plasmid using the pEASY-T1 Cloning Kit (TransGen Biotech) following the manufacturer's protocol and used to transform bacteria. Positive clones were selected, and their inserts were checked by PCR and then sequenced with M13 primers on an ABI PRISM 3730 Genetic Analyzer from both directions. To analyze sequences amplified with 12SV5 primers, 5-10 clones were sequenced for PCR with and without PrioB (10-20 clones for each scat sample). To analyze sequences amplified with the psbCL primers, 10 clones were sequenced for each scat sample.
Sequences of the PCR products were compared with the available sequences in GenBank using a BLASTN search (http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi- Altschul et al. 1990) , and species were identified based on sequence similarity.
For both vertebrate and plant sequences, we considered only those with 100% coverage in the public databases and used the following criteria for taxonomic assignation: (1) when a query sequence matched a single species' sequence in the databases with ≥ 99% identity, the query was assigned to this species; (2) when a query matched more than 1 species' sequence with ≥ 99% identity, the species was assigned based on knowledge of its distribution. If more than 1 species occurs in the study area, the lowest taxonomic level that could include all the species was assigned; (3) when the maximum identity of a query was < 99% but ≥ 92% with the sequences in the databases, the query was assigned to the lowest taxonomic level that could include all the species with the highest identity scores; (4) when the maximum identity for a query was < 92%, the taxon was recorded as unknown. If the assigned species or taxon was not known to be present in the study area, a higher taxonomic level that included local species was assigned. A similar threshold of sequence similarity was applied to species identification in a prior study of leopard cat diet (Shehzad et al. 2012b) .
Statistical tests were conducted using the software SPSS version 20.0 (SPSS Inc., Chicago, Illinois). All comparisons were 2-tailed, with the significance level set at 0.05.
results
The vertebrate diet of the leopard cat.-Of the 25 scat DNA samples, 20 showed amplification in PCR with 12SV5 primers both with and without the blocking oligo PrioB, 3 did only with PrioB, and 2 did only without PrioB. A total of 282 clones were successfully sequenced, among which 144 were products of PCR with PrioB, and 138 were from PCR without PrioB. In the absence of PrioB, leopard cat sequences accounted for 62.3% (86/138) of all sequences, compared with 5.6% (8/144) in the presence of PrioB, showing that the blocking oligo was highly efficient in preventing amplification of the predator's DNA.
Based on sequence similarity and species distributions at the study area, we identified 16 vertebrate taxa (excluding leopard cat and human sequences), among which 11 were assigned to species, 1 to genus, 1 to family, 2 to order, and 1 unknown taxon ( Table 2) . The number of different taxa per scat varied from 0 (all leopard cat sequences) to 5 (1.6 ± 0.9, X ± SD). The frequency of occurrence of these taxa varied, with pikas (Ochotona spp.) being the dominant food items (76%, 19/25 scats), followed by species of the order Rodentia (40%, 10/25 scats), while most other taxa were found in only 1 scat. When analyzed by frequency of occurrence, pikas and various rodent species accounted for 49% and 33% of all occurrences of food taxa in the scats, respectively (Fig. 2) .
The plant diet of leopard cats.-Of the total 42 scat DNA samples of the leopard cat, 32 (76%) were successfully amplified with the plant primers psbCL. Failure of amplification in the other 10 samples was not attributed to DNA quality, as these samples showed good amplification with 12SV5 primers. Amplification success rates in scat samples collected in the spring-summer (March-June) and fall-winter (SeptemberDecember) seasons were 72% (18/25) and 82% (14/17), respectively. The proportions of scat samples from which plant DNA was amplified were not significantly different between the 2 seasons (χ 2 = 0.598, d.f. = 1, P = 0.490). A total of 279 clones of the PCR products yielded sequences, from which 12 plant taxa were identified, with 4 to genus, 2 to subfamily, 4 to family, 1 to order, and 1 unknown taxon that matched species from 2 different orders (Table 3) . One to 4 taxa were identified in each scat sample (2.1 ± 0.9, X ± SD). The genus Solanum was the most frequent plant taxon, being present in 94% (30/32) of the scat samples that contained plant matter, followed by the subfamily Rosoideae, which was present in 56% (18/32) of the scats. When analyzed by taxa, Solanum and Rosoideae together accounted for 71% of all plant taxa occurring in the scats (Fig. 3) . The frequencies of occurrence of various plant taxa in scats differed significantly between the spring-summer and fall-winter seasons (Wilcoxon signed-rank test, N = 12, Z = −2.359, P = 0.018; Fig. 4 ).
discussion
The diet of the leopard cat.-Our results demonstrate that leopard cats have highly versatile and adaptable dietary behavior and consume diverse taxa of vertebrate and plant foods in the mountain forests of southwest China. Nearly all studies to date report that rodents are the primary vertebrate food category for leopard cats, being present in 81-96% of the scats across study areas (Tatara and Doi 1994; Grassman et al. 2005; Austin et al. 2007; Rajaratnam et al. 2007; Fernandez and de Guia 2011; Shehzad et al. 2012b; Lee et al. 2014) . In contrast to previous studies, our analysis showed that with a presence in 76% of the scats, pikas were the most common vertebrate prey of leopard cats in northern Sichuan. Pikas have not been reported 1058 JOURNAL OF MAMMALOGY as leopard cat prey in other regions, and our finding suggests a dietary adaptation to the local fauna. Pikas mostly inhabit rocky mountains and steppe lands in Northern Asia, North America, and Eastern Europe (Hoffman and Smith 2005) . Hence, they should not occur in the leopard cat diet in South and Southeast Asia. However, a molecular diet analysis of leopard cats found no pika in the scats collected from northern Pakistan (Shehzad et al. 2012b) , where pikas are common prey of other sympatric carnivores (Bischof et al. 2014; Chattha et al. 2015) . Leopard cats are known to have diverse and flexible diets, and regional discrepancies in food choices may be attributed to variations in prey diversity and availability, and competing predators in different geographic regions and ecological environments. However, lacking accurate data on the abundance of the various small mammal species in the study area, we cannot conclude that the prevalence of pikas over other prey categories in the diet is density-dependent. Surveys of small mammals in the adjacent Tangjiahe Nature Reserve have reported that rodents, particularly Niviventer spp. and Apodmus spp., are the dominant groups at altitudes below 2,500 m, while pikas are the most abundant species above that level (Wang et al. 2003) . Our sampling locations ranged from 1,250 to 3,200 m, and pikas were consistently detected in scats at high frequencies at both lower and higher altitudes. Further investigations are needed to understand prey preferences and altitudinal variation in the diet of leopard cats.
Species of both the order of Phasianidae and Timaliidae were identified as prey. Birds of these orders have also been reported in the diet of leopard cats in Pakistan (Shehzad et al. 2012b) , showing the versatile bird hunting skills of this predator. Surprisingly, we also found the takin (Budorcas taxicolor) in 1 scat. Takins are large ungulates with adults weighing up to 600 kg (Smith et al. 2008) . Even calves are unlikely to be predated by leopard cats, and therefore the case probably represents a scavenging event. Other ungulates that occur at relatively high densities in the area include wild boars (Sus scrofa), tufted deer (Elaphodus cephalophus), and Chinese gorals (Naemorhedus griseus- Li et al. 2012 ). Failure to detect DNA of these ungulates in the scats suggests that they are not common prey of leopard cats.
Many feline species regularly consume plant matter (e.g., pumas Puma concolor- Magioli et al. 2014 ; snow leopards Panthera uncia- Anwar et al. 2011; lynx Lynx lynx-Krofel et al. 2011) . It has been postulated that carnivores ingest plants to combat intestinal disorders (Tatara and Doi 1994) , eliminate parasites (Hart 2008) , or obtain essential vitamins or minerals (Shehzad et al. 2012a ), but not as a significant source of calories. Plant matter is commonly found in the leopard cat diet, with an occurrence of 11-79% in scats across its range ( materials are often reported as unknown species, or roughly, as "grass." We identified 12 taxa of vascular plants in the scats, representing the most detailed data on plant consumption by the leopard cat. Our analysis showed that species of the genus Solanum and the subfamily Rosoideae predominated, whereas Pooideae (a subfamily of the true grass family Poaceae) was only present in 2 scats. Many Solanum and Rosoideae species produce berry fruits that are rich in sugar and nutrients and may be consumed extensively by leopard cats as a food source. In addition, some Solanum fruits can generate toxic secondary metabolites during digestion (Cipollini and Levey 1997) . Whether the cat can use these materials for self-medication, for example, to treat parasites or inflammation (de Roode et al. 2013 ), remains to be investigated. The discrepancies in plant diet composition between previous reports and this study may be attributed to regional differences in floral composition, as well as variations in the detectability of plant materials by different methods of diet analysis. Plant parts that are more resistant to digestion (e.g., leaves of the family Poaceae) are expected to be more readily identified and therefore overrepresented relative to soft parts (e.g., fleshy fruits) in morphological examination of scats, whereas the DNA-based approach is not constrained by undigested remains and can avoid such biases in identification. Interestingly, a study of the stomach contents of 24 leopard cats reported fruits of the family Rosaceae in 20.4% of the animals in forests of Zhejiang Province in East China (Wang et al. 1977) , supporting our finding of the Rosoideae, a subfamily of the Rosaceae, in the scats. It remains a possibility that due to the high sensitivity of DNA-based methods, plant materials consumed by prey or accidentally ingested with prey can also be detected. However, we think such instances should be rare and sporadic and will not have a significant confounding effect on the measure of commonly occurring food items. The rare items identified in scats should be interpreted with caution until confirmed in a larger sample. One potentially confounding factor of the present diet analysis is the relatively small number of scats sampled, which could cause incomplete coverage of the dietary profile. However, molecular diet analysis has greater detection efficiency than traditional morphology-based approaches in food identification and thus requires fewer samples to provide high prey coverage. For example, a rarefaction analysis of leopard cat diets in Pakistan showed that fewer than 15 samples were sufficient to detect almost all prey species in the study area by the molecular approach using next-generation sequencing (Shehzad et al. 2012b) . Further studies employing a larger sample size and high-throughput sequencing techniques will be conducted to compare dietary profiles and detection power.
Molecular diet analysis.-Most of the vertebrate and plant food taxa identified in the leopard cat diet in this study have either not been reported previously (e.g., pikas and many plant taxa) or have been identified only at higher taxonomic levels (e.g., various rodent species), emphasizing the considerably higher taxonomic resolution and detection power of this DNA-based approach compared with previous studies using traditional morphology-based methods. It is worth noting that the species resolution of the DNA-based methods relies on the completeness and accuracy of the public sequence databases. For instance, we found that most pika sequences amplified from the leopard cat scats matched the sequences in the public databases with only 92-97% identity. The relatively low sequence identity is most likely due to incomplete sequence information for local pika species. Of the 8 species of pika that potentially occur in the study area (Smith et al. 2008) , only Ochotona cuzoniae is represented by a barcode in the current GenBank databases, whereas the other 7 species (O. cansus, O. erythrotis, O. gloveri, O. huangensis, O. macrotis, O. thibetana, and O. thomasi) all lack the 12S rRNA sequence that we used for taxonomic assignation, and this hindered species-level identification. Further refinement of taxonomic assignment can be achieved by building local reference databases for the species under investigation (e.g., Rayé et al. 2011) .
The efficacy of a barcode for species identification is also critically dependent on the interspecific variation of the sequence. Because DNA degradation in feces limits the length of PCR fragments that can be successfully amplified, barcodes used for molecular dietary analysis are usually in the range of 100-250 bp (Pompanon et al. 2012 ). The size limit may constrain species identification in some taxonomic groups with little sequence divergence. In fact, no single barcode can cover all species with equally high assignation power. A combination of different barcodes and species-specific primers can be used for broad taxonomic coverage and high species resolution (e.g., Deagle et al. 2009 ). The number of clones sequenced per scat sample can have a large impact on the number of identified food taxa since amplicons of low copy number are more likely to be lost when only a small number of clones are analyzed. This will lead to biased proportions in diet composition toward dominant food items, whereas less frequently consumed prey may be underrepresented or missed altogether. The goal of our present study was to provide preliminary data on the dietary habits and food composition of leopard cats in the study area. Additional prey species are likely to be identified and more accurate assessment of feeding frequency can be attained by increasing the number of sequenced clones per scat sample or by using next-generation sequencing for its greater capacity and sensitivity (Pompanon et al. 2012) .
Implications for conservation.-Our analysis of the leopard cat diet indicates a prey base predominantly composed of pikas, followed by rodents. Pikas are often recognized as pests that cause grassland degradation in northwest China, particularly on the Qinghai-Tibetan Plateau, and have been the target of widespread poisoning campaigns across the region (Liu et al. 2012 (Liu et al. , 2013 . However, other evidence suggests that pikas represent a keystone species for biodiversity and provide important ecosystem functions by making burrows for other animals, increasing water infiltration, and serving as the principal prey for many predators (Smith and Foggin 1999; Lai and Smith 2003; Wilson and Smith 2015) . The ecological role of pikas in forest ecosystems is yet to be investigated. Our study suggests that leopard cats may control the abundance of small mammals such as pikas and rodents in the mountain forests of southwest China. We recommend caution in any action aiming to eliminate pikas in the area, in order to avoid harming endangered carnivores that feed heavily on them.
Three species identified in the leopard cat scats-the takin, Temminck's tragopan (Tragopan temminckii), and golden pheasant (Chrysolophus pictus)-are Class I (takin) and II (the 2 phasianids) National Protected Animals of China. Takins are also considered vulnerable by the IUCN. Lacking direct evidence for leopard cats predating on this large ungulate, we think that its occurrence in the scat was most likely a rare event and that the leopard cat should not be considered a natural predator of takins. The Temminck's tragopan and golden pheasant are medium-sized pheasants with a large range in southwest China. Both are listed as species of least concern by the IUCN, but their populations in China have been considerably reduced in the last century (Wang et al. 2008) . The mountain forests of southwest China provide suitable habitats, and both occur at high abundance in the study area (Li et al. 2010a) . Their low frequency in the scats suggests that the leopard cat may not be a major predator of these phasianids.
Further investigations could compare the food choices of leopard cats in natural and human-dominated environments to understand the effect of anthropogenic disturbances on their feeding ecology.
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